1 using Excel for Windows (Microsoft, Wallisellen, Switzerland), Analyze-it (standard edition Software 2 ONE AG), and Origin (Redacom) software. 95% confidence intervals (CI) were calculated for PCR 3
results. 4
For the phylogenetic analysis Mycoplasma 16S rRNA gene sequences were obtained from 5
GenBank. Phylogenetic analyses were carried out using the ARB software package (Ludwig et al., 6
2004). Sequence alignment was performed using the ClustalW tool (ARB software package). A 7 phylogenetic tree was constructed by using the Neighbor joining method in combination with the 8 felsenstein correction model. A minimal-similarity filter was used, which retained only positions 9 conserved in at least 25% of the sequences selected. The data set was re-sampled 1000 times by 10 bootstrapping. 11 12
Results 13

Prevalence of M. suis in wild boars 14
M. suis DNA was detected in 36 out of 359 wild boars (10.03%; 95% CI: 6.92% to 13.14%). Most of 15 the PCR-positive animals originated from the one wild boar enclosure (n=31), the remaining five 16 PCR-positive animals originated from four different hunting grounds. Quantification of the bacterial 17 loads revealed a mean value of 8.60x10 4 M. suis copies per ml blood (95% CI: 1.65x10 5 to 2.63x10 5 ; 18 range: minimum load 2.86x10 2 ; maximum load 1.11x10 6 ; Table 2 ). No significant correlation between 19 PCR results and the gender of the wild boars was found. 20 21
Molecular characterization of M. suis from wild boars 22
To further characterize the M. suis isolates obtained from the blood of wild boars at the molecular 23 level 18 isolates were chosen randomly. Based on the 16S rDNA sequences the wild boar isolates 24 could be differentiated into two groups: group A consisted of twelve isolates ( GenBank entries group B 16S rDNA sequences showed 99.60% identity to one isolate found in China 4 (M. suis Guangdong; Accession No. AY492086). Based on the 16S rDNA sequences a phylogenetic 5 tree was constructed (Fig. 1) . The calculated tree showed one single cluster for the porcine 6 hemotrophic mycoplasma sequences. The 16S rDNA sequences obtained from the wild boars 7 clustered with those of other porcine hemotrophic mycoplasmas. Within the cluster of porcine 8 hemotrophic mycoplasmas two sub clusters could be distinguished: the group A wild boar isolates 9 sub-cluster with the M. suis strains Illinois, the group B wild boar isolates sub-cluster with the Chinese 10 M. suis isolate Guandong. Steppi, S., Jobb, G., Förster, W., Brettske, I., Gerber, S., Ginhart, A. W., Gross, O., Grumann, 16 S., Hermann, S., Jost, R., König, A., Liss, T., Lüssmann, R., May, M., Nonhoff, B., Reichel, B., 17 Strehlow, R., Stamatakis, A., Stuckmann, N., Vilbig, A., Lenke, M., Ludwig, T., Bode, A., 
